: Number of deleted and inserted bases in a region of 98 base pairs to achieve the 60° bending of the lever. 
Sequences of ssDNA Extensions
Theoretical prediction of expected distribution Figure S3 : The Gibbs free energy ∆G for the 20 basepair duplex formed by the ssDNA extensions was calculated for 60°C (calculated T M ) using the NUPACK web server. These values were used to assign a Boltzmann factor for the states left and right. The expected fraction of structures in the left state was calculated for ratios of ∆G left /∆G right ranging between 0.5 (corresponds to the 2vs3 sample) and 1.5
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Agarose gel analysis Particles were identified and boxed (300x300 pixel) from TEM micrographs taken at 30.000x magnification.
